What is claimed is: 

, A«,sola.ed32374orl8431 nucleic acd molecule se.ec.ed ftom the group 

^"^"T\„ucle.cac.»oleeuleco™pns.„sa-eo«e.^^^^^^ 

5 a) anu .fcpoiDNO l SEQIDN0:3, SEQIDN0:4, 

e„%«caUo*enuc,eo..dese,ueuc 0 E,^^^^^^^^ 

SEQ ID N0:6, or the nucleotide sequence of the DN A msen 

ATCC as Accession Number fr.^ent of at least 15 nucleotides of the 

: — IZTeo— on.p.uu...^^^^ 

I "r:nucle,cacia — ..0Ke„co.esapo,vpep«eco™pns.u.^ 
S e„fSEOIDNO-2SEQIDNO:5,or4eaminoaoidsequenceencodedbyfte 

^ ac,dsequenceofSEQIDN0.2, ^ ^„,33i„„ dumber ; 

*is cDNAmsertoftheplasmiddepositedwitlitheAll.>^ai 

" a„uc,eicac,dmolecule«hiche„codesaftagn,entofapolypep«de 
1 co„p.si..ea.moac.se,ueuceo.SB0.B.O.S^^^^^^^^ 

- as™„Nu»ber w SEQ ID N0:3, SEQ N0:4. SEQ n> NO., or a 

molecule compnsmg SEQ ID NU. i , ^ov^ 

complement thereof, under stringem conditions; „f SEO ID NQ-l, 

n anucle,cacidmoleculecompnsing.henucleot,desequenceotSEQroNO^ 

SBQIDNO:3,SEQlDNO:4,SEQn,NO..or.benucleo.idese,uenceon.eDKAtnsert 
30 of the plasmM deposited with ATCC as Accession Number ; and 



g) 



a nucleic acid molecule, which encodes a polypeptide comprising the amino 
acid sequence of SEQ ED N0:2, SEQ ID N0;5. or the amino acid sequence encoded by the 
cDNA insert of the plasmid deposited with the ATCC as Accession Number . 



2. The isolated nucleic acid molecule of claim 1, which is the nucleotide 
sequence SEQ ID NO: 1 or SEQ ID N0:4. 

3. A host cell which contains the nucleic acid molecule of claim 1 . 

4. An isolated 32374 or 1843 1 polypeptide selected from the group consisting 

a) a polypeptide which is encoded by a nucleic acid molecule comprising a 
nucleotide sequence which is at least 60% identical to a nucleic acid comprising the 
nucleotide sequenceofSEQIDN0:l.SEQIDN0:3,SEQ ID N0:4,SEQ IP N0:6. or the 

nucleotide sequenceof the DNAinsertoftheplasmrd deposited withATCC as Accession 

Number , or a complement thereof; 

b) a naturally occurring allelic variant of a polypeptide comprising the ammo 
acid sequence of SEQ ID N0:2, SEQ ID N0:5, or the amino acid sequence encoded by the 

CDNA insert of the plasmrd deposited with the ATCC as Accession Number , wherem 

the polypeptide is encodedbyanucleic acid moleculewhtchhybridtzestoanucleicacd 

molecule eompnsing SEQ.ID N0:1. SEQ ID N0:3. SEQ ID N0:4. SEQ ID N0:6, or a 
complement thereof under stringent conditions; 

c) a fragment of a polypeptide comprising the amino acid sequence of SEQ ID 
NO-2 SEQ ID N0:5. or the amino acid sequence encoded by the cDNA insert of the plasmid 

deposited with the ATCC as Accession Number . wherein the fragment comprises at 

least 15 contiguous amino acids of SEQ ID N0:2 or SEQ ID N0;5; and 

d) the amino acid sequence of SEQ ID N0:2 or SEQ ID N0;5. 

5. An antibody which selectively binds to a polypeptide of claim 4. 

6. A method for producing a polypeptide selected from the group consisting of: 

- 119- 



a) a polypeptide comprismg the amino add sequence of SEQ ID N0:2, SEQ ID 
N0:5, or .he amino ae.d sequence encoded by the cDNA insert of the plasmid deposited w,th 
the ATCC as Accession Number ; -ccnm 

b) a polypeptide comprising a fragment of the amino acid sequence of SEQ ID 
NO-2 SEQ ID N0:5, or the amino acid sequence encoded by the cDNA insert of the plasmtd 

depoJtted with the ATCC as Accession Number . wherem the fragment compnses at 

leastlSconttguous amino acidsofSEQ ID N0:2, SEQ IDNO:5,or the amino acidsequence 
encodedbythecDNAinscrtoftheplasmiddeposttedwtth the ATCC as Accession Number 

c) a naturally occurring allelic variant of a polypeptide comprising the amino 
acid sequence of SEQ ID N0:2, SEQ ID N0:5. or the amino acid sequence encoded by the 

CDNA insenoftheplasmiddeposited with the ATCC as Accession Number , wherem 

the polypeptide is encoded by a nucletc acid molecule which hybridi.es to a nucleic actd 

■ ■ SEO m NO- 1 SEC ID N0:3, SEQ ID N0:4 or SEQ ID N0:6; and 
molecule comprising SEQ ID NU. 1, sty v 

d) the amino acid sequence of SEQ ID N0:2 or SEQ ID N0:5; 
comprisingculturingthehostcellofclaimSunderconditionsinwhichthenucleic 

acid molecule is expressed. 

7. A method for detecting the presence of a nucleic acid molecule of claim 1 or a 
polypeptide encoded by the nucleic acid molecule in a sample, comprising: 

a) contacting the sample with a compound which selectively hybridises to the 
nucleic acid molecule of claim 1 or binds to the polypeptide encoded by the nucleic acid 

molecule; and , . j u- 

b) detemiining whether the compound hybridizes to the nucleic acid or binds to 

the polypeptide in the sample. 

8 A kit comprising a compound which selectively hybridizes to a nucleic acid 
moleculeofolaimlorbindstoapolypeptide encoded by the nucleic acid molecule and 

instructions for use. 
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9. A method for identifying a compound whkl, binds to a polypeptide or 
modulates the activity of the polypeptide of claim 4 comprising the steps of: 

a) contacting a polypeptide, or a cell expressing a polypeptide of claim 4 with a 

test compound; and 

b) determining whether the polypeptide binds to the test compound or 
determining the effect of the test compound on the activity of the polypeptide. 

10 A method for modulating the activity of a polypeptide of claim 4 comprising 
contactingthepolypeptideoracellexpressingthepolypeptidewithacompoundwhichbinds 

to the polypeptide in a sufficient concentration to modulate the activity of the polypeptide, 
n . A method of identifying a nucleic acid molecule associated with a disorder 

comprising: j 

a) contacting a sample from a subject with or at risk of developing a disorder 
comprising nucleic acidmoleculeswithahybridizationprobe comprising at leas, 25 

contiguousnuoleotidesofSEQIDNOa or SEQ ID N0:4 defined in claim 2; and 

b) detectingthepresenceofanucleicacidmoleculeinthesamplethathybndizes 
,0 the probe, thereby identifyinganucleic acid molecule associated withadisorder. 

12 A method of identifying a nucleic acid associated with a disorder comprising: 

a) contactmg a sample from a subject having a disorder or at risk of developmg a 
disorder comprising nucleic acid molecules with a fi,.t and a second amplification pnmer. 
the first primer comprisingatieast25contiguousnucleotidesofSEQIDNO:l or SEQ ID 

N0:4 defined in claim 2 and the second primer comprising at least 25 contiguous nucleotides 
fromthecomplementofSEQIDNO:lorSEQIDNO:4; 

b) incubating the sample under conditions that allow nucleic acid amphfication; 



and 

c) 



c) detecting the presence of a nucleic acid molecule in the sample that is 
amplified, thereby identifying the nucleic acid molecule associated with a disorder. 

13. A method of identifying a polypeptide associated with a disorder comprising: 



a) co„.aotingasa™p.ecompnsi„gpo,ypep.ideswitha32374orl8431 bmdi„g 
par.nerof.he32374orl8431 polypep.idedefmedi„clai,n4;and 

b) detecing .he presence of a polypeptide in <he sample .hat bmds .0 .he 32374 
0H8431 bind,ngpar.ner,.herehyiden.ify,ng.hepo,ypep.ideassocia.edwi*ad.sorde.. 

,4. Amett.odofiden.ifyingasubje=.havingad,sorderora.riskfordevelopinga 

disorder comprising: 

a) con.ac.mg a sample obtained from .he subjec. compnsmg nucle.c ac,d 
molecules wi.hahybrid.zationprobe comprising a. leas. 25 contiguous nucleo.idesofSEQ 

ID NO l or SEQ ID N0:4 defined in claim 2; and 

b, L.ingti.epresenceofauucle.cacidmolecu,= in.hesa»p.e«,a.hyhnd..es 

.o.heprobe,.herebyiden.ifyingasub,ec.havi„gadisorderora.riskfordevelop.nga 
disorder. 

,5. Ame.hodofiden.ifyingasubjec.havingadisorderora.riskfordeve,opinga 

disorder comprising: 

a) con.actingasampleob.ainedfrom*esubjec.compnsmgnucle,cac.d 

molecules wi.hafirs.andaseconda™plif.ca.ionprimer, .he f.rs.pnmercompnsinga.leas. 
25con..guousnucleo.,desofSEQmNO:lorSEQIDNO-.4defmedinc,a.m2andme 
secondprimercomprisinga. leas. 25 contiguous nuc,eo.idesfrom4ecomplemen.ofSEQ 

TD NO- 1 or SEQ ID N0:4; 

b) i„cuba.ingti.esampleu„derconditionsti.a.allownuoleicacidamphfication; 

c) de.ec.ingfl.epresenceofanucleicacidmoleculein.hesampleto.is 
ampUtied,.herebyide„tifyingasubiec.havingadisorderora.rislcfordevelopingad,sorder. 



,6. Ame.hodofidentifyingasubjec.havingadisorderora.riskfordevelopinga 

rising: . , 

con.ac.ing a sample oUamed from .he subjec. comprising polypeptides wA 



disorder comprising 



a) coma»^iui5 « ^"^"f , ■ A A 

ftv.. -^9^74 or 18431 polypeptide defined m claim 4; and 
32374 or 18431 binding partner of the 32374 or is^ji pu yy f 
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b) detecting the presence of a polypeptide in the sample that binds to the 32374 
or 1 8431 binding partner, thereby identifying a subject having a disorder or at risk for 
developing a disorder. 

17. A method for identifying a compound capable of treating a disorder 
characterized by aberrant 32374 or 18431 nucleic acid expression or 32374 or 18431 
polypeptide activity compnsing assaying the ability of the compound to modulate 32374 or 
18431 nucleic acid expression or 32374 or 18431 polypeptide activity, thereby identifying a 
compound capable of treating a disorder charactenzed by aberrant 32374 or 18431 nucleic 
acid expression or 32374 or 18431 polypeptide activity. 

18 A method for treating a subject having a disorder or at risk of developing a 
disorder compnsing administering to the subject a 32374 or 18431 modulator of the nucleic 
acid molecule defined in claim 1 or the polypeptide encoded by the nucleic acid molecule or 
contacting a cell with a 32374 or 18431 modulator. 

19. The method of claim 18, wherein the 32374 or 18431 modulator is 

a) a small molecule; 

b) peptide; 

c) phosphopeptide; 

d) anti-32374 or 1 843 1 antibody; 

e) a 32374 or 18431 polypeptide comprising the amino acid sequence of SEQ ID 
N0:2, SEQ ID N0:5, or a fragment thereof; 

' f) a 32374 or 18431 polypeptide comprising an amino acid sequence which is at 
least 90 percent identical to the amino acid sequence of SEQ ID N0:2 or SEQ ID N0:5, 
wherein the percent identity is calculated using the ALIGN program for comparing ammo 
acid sequences, a PAM120 weight residue table, a gap length penalty of 12, and a gap 
penalty of 4; or 

g) an isolated naturally occurring alleUc variant of a polypeptide consisting of 
the amino acid sequence of SEQ ID N0:2 or SEQ ID N0:5, wherein the polypeptide is 
encoded by a nucleic acid molecule which hybridizes to a complement of a nucleic acid 
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20. 
a) 
b) 
c) 



• . ofSEOIDNO l orSEQIDNO:4at6XSSCat45°C,followedbyone 
molecule consisting of SEQ iNU. i v 

u ;«n7ySSC 0 1% SDS at 65°C. 
or more washes in 0.2A bi>«>^, 

The»e«ofc,a.,nlS.whe.e,n.he32374or:843— or,s 
an antisense 32374 or 18431 nucleic acid molecule; 

::::::::.e,ue„ceo.sBQio.a,o.sBon>Ho:4,o.a..»e. 

a„ucle.cacid™lecu,eenco.n.apol.epU.eco.pnsiu.a.a^^^^^^^^ 
.,ue„c!wU.c.,saUea.,Opc.cn,.e.icaUo.ea.inoaeia^— 

;SBQinNO:5,wHe.,u.epe,ce„.ide„i..y.so— 
comparing amino acid sequences, a PAM,20 we,gh. residue .able, a gap 

12, and a gap penalty of 4; ^,„iiv occurring allelic variant of a 

polvpeptidecomprisinstheaminoacrdsequcnceo^Q^^^^ 
,,enucleicacidn,o,eculewlr.chhvbndt.stoac«^^^^^^ 
consistingofSEQIDNO:l or SEQ ID N0-.4 at 6X SSC a. 45 
washesin0.2XSSC,0.1%SDSat65°C;or 
t) a gene therapy vector. 

.ntetlrodforevaluatingtheeff.cacyofa.rea.men.ofadisorder,inasu.iect, 

comprising: 

----^-""'•-:tal^~™cleicac,dmoleculeder.ned,n 
.sessingthe expresston level of a32374 or ^^.^ 
claim 1 or 32374 or 18431 polypeptide encodedbythe 32374 

molecule. of 32374 or 18431 nucleic acid or 32374 or 

■ ,.,j;rrr:rr:— 

of the efficacy of the treatment of a disorder. 

22. Amethodofdiagnosingadisorderinasubject,comprising: 



■ f o m74 or 1 843 1 nucleic acid molecule defined in 
evaluatingtheexpressionoractiv.tyofa32374or 18431 nu 

evaiuaungu. f k,, the «74 or 18431 nucleic acid 

claimlora32374orl8431 polypeptideencodedbythe32374or 

molecule suchtha.adiffere„ce.n.helevelof32374orl8431 nucleic acid or 32374 or 
«P--iive.oanornialsu.,c.oracoHorrofnornia,su,ec.^ 



a disorder. 



„ Tl,eme,lioddefinedinc,ai»18,wherein,hedisorderiscanceroraber,»,t 
eellularprolifera«onand/ordifferen.ial.on,apai„orn,etabolicdisorder..^ 

24 The method defmed in claim 23. wherein *e cancer or aberrant cellular 
proUferation and/or differentiation is lung, ovarian, or brain cancer. 
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